a b s t r a c t
Camuy River Cave Park (CRCP) is an underground cave system located at the subtropical karst carved by the Camuy River in the subtropical moist forest of northern Puerto Rico (Nieves-Rivera, 2003) [1] . This article contains a metagenomic dataset from the microbial and functional diversity of Clara Cave and Empalme Sinkhole water samples. The environmental DNA (eDNA) from the samples was extracted following direct Metagenomic DNA Isolation method, followed by Next-Generation-Sequencing technology (Illumina MiSeq). The sequences were submitted to MG-RAST online server for taxonomic profile generation and functional in silico description of the samples. The data consisted of domain Bacteria (96.69%), followed up by Viruses (2.87%), Eukaryotes (0.37%), and Archaea (0.02%). The data distribution by phyla showed Proteobacteria (92.61%), Bacteroidetes (1.66%), Actinobacteria (1.12%), and Firmicutes (0.48%). The subsystem functional data showed that 12.97% of genes were related to clustering-based subsystems, 11.40% to carbohydrates, and 11.0% to amino acids and derivatives. The metagenome dataset generated will provide an understanding and comparison framework of the microbial composition and functional diversity present in caves.
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Value of the data
This project represents the first metagenomic water samples dataset of a cave and a nearby sinkhole generated in Puerto Rico.
The data obtained provides an insight of microbial composition and functional diversity of cave and sinkhole water samples.
Also, the profiles will serve for future comparison of taxonomic and functional profile among different types of cave.
Furthermore, the data can be used to explore potential biomedical, industrial or biotechnological applications.
Data
Metagenomics has been used for the study of caves, mostly speleothems [2, 3] or sediment [4] , to unravel the microbial communities and activities in this ecosystem. As a complementary sequence data of speleothem or sediment, data from water samples present in the caves are also important to be generated. The Clara Cave and Empalme Sinkhole are an underground cave system and natural attraction from Camuy River Cave Park at the north of Puerto Rico which is part of a network of natural limestone caves [1] . To our knowledge, these environments have never been studied using metagenomics. The dataset obtained after shotgun sequencing of water samples from the Clara Cave and Empalme Sinkhole are described as taxonomic and functional profiles in Figs. 1 and 2 respectively.
Experimental design, materials and methods

Sample collection
Three water samples were collected from Clara Cave (18°20 0 85.4 00 N, 66°49 0 16.0 00 W) using sterile 100 mL water sampling plastic containers. Two of three water samples of Clara Cave were from water streaming down the cave walls. The other was collected at 0.3-m depth from stagnant water. One water sample was collected from a stream at Empalme Sinkhole, which connects directly to Clara Fig. 1 . Taxonomic profile of Clara Cave and Empalme Sinkhole waters. The taxonomic analysis revealed the most abundant domain was Bacteria (96.69%), followed up by viruses (2.87%), Eukaryotes (0.37%), other sequences (0.04%), and Archaea (0.02%). The analysis consisted of 52 phyla, from which Proteobacteria (92.61%) showed to be the most abundant, followed up by unclassified for viruses (2.87%), Bacteroidetes (1.66%), Actinobacteria (1.12%), and Firmicutes (0.48%). The metagenome represents the DNA extracted from combined water samples. Fig. 2 . Functional in silico profile of Clara Cave and Empalme Sinkhole water samples using subsystem annotation. Subsystem functional analysis presented that 11.0% of genes are related to clustering-based subsystems, 11.0% to amino acids and derivatives, 10.0% to carbohydrates, 6.0% to miscellaneous, and 5.0% to membrane transport. In addition, genes related to metabolism of proteins (6.0%), DNA (4.0%), RNA (4.0%), iron (3.0%), aromatic compounds (3.0%), sulfur (2.0%), nitrogen (1.0%), phosphorous (1.0%), potassium (0.8%), and secondary metabolism (0.2%). The metagenome represents the DNA extracted from combined water samples.
Cave exit. Temperature measures of samples ranged from 18°C to 20°C. The samples were transported to the laboratory where pH measures were taken; pH values ranged from 8.38 to 9.93.
DNA extraction
For DNA extraction, approximately 50 mL of each water sample were taken to combine it into one sample. The protocol of Metagenomic DNA Isolation Kit from Water (Epicentre, USA, 11) was followed for 200 mL of sample. Extracted high molecular weight (40 kbp) DNA was send to MR DNA (http:// www.mrdnalab.com), where a genomic library was prepared using Qubit s dsDNA HS Assay Kit (Life Technologies) and Nextera DNA Sample Preparation Kit (Illumina) following the manufacturer's instructions. After using 50 ng of DNA to prepare the library, it underwent fragmentation and addition of adapter sequences. Following the library preparation, the final concentration of DNA was 7.22 ng/uL and the average library size was 2355 bp, this one determined by using Agilent 2100 Bioanalyzer (Agilent Technologies). The library was diluted to 10.0pM and sequenced using the 600 cycle v3 Reagent Kit (Illumina) on the MiSeq (Illumina).
Taxonomic and functional insight
To unravel the microbial diversity and functional in silico of the samples, the metagenomic sequence was examined using the Metagenomic Rapid Annotation using Subsystems Technology (MG-RAST) online server [5] 
